Fig. 1S a Multiple DXS protein sequence alignment of Synechocystis sp PCC6803 DXS (Gene ID:
953709) with Arabidopsis thaliana, AtDXS1 (At4g15560) and AtDXS2 (At3g21500), and Salvia miltiorrhiza, SmDXS1 (ACF21004) and SmDXS2 (ACQ66107). Identical amino acid residues are indicated in black with a gray background; gaps in the sequences are represented with a dash.
Catalytic sites containing the thiamine pyrophosphatase binding motif (GDGAMTAG……VILND) and PYR binding domain (DRAGLVGAD….VMAPSD) are underlined. b Multiple DXR protein sequence alignment. Synechocystis sp PCC6803 DXR (Gene ID: 952669) was compared to A. thaliana AtDXR (AT5G62790) and S. miltiorrhiza SmDXR (ACK57535). The identical amino acid residues in all sequences are written in black with a gray background; gaps in the sequences are represented with a dash. The conserved domains, an N-terminal NADPH binding site (GSTGSIG) and an N-terminal Pro-rich region (PPPPAWPGR), are shown in white with a black background. 
